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or intermediate to ertapenem and the emergence of
P. mirabilis isolates resistant to imipenem.
Acinetobacter baumannii showed a worryingly high level
of resistance: 9/10 strains resistant to cefepime, 8/10 to
carbapenems.
Conclusions: Over 40% of skin and soft tissue infections
are produced by Gram-negative bacteria with increased
antibiotic resistance. The level of MRSA was over 30%,
higher that what we found in former studies performed
in this clinic.
OL-049 Epidemiology and molecular characteristics of
community-associated methicillin-resistant and
methicillin-susceptible Staphylococcus aureus
from skin/soft tissue infections in Beijing
Children’s Hospital, China
D.J. Wu1 *, W.J. Geng1, Y.H. Yang1, X.Z. Shen1. 1Beijing
Children’s Hospital afﬁliated to Capital Medical University,
China
Background: Recently, community-associated methicillin-
resistant Staphylococcus aureus (CA-MRSA) have rapidly
emerged worldwide. And majority of CA-MRSA infections
are skin and soft tissue infections (SSTIs) involving children
without health care-associated risk factors.
Methods: Prospective community-acquired S. aureus SSTIs
surveillance was conducted at the Beijing Children’s
Hospital, Beijing, China, for a 12-month period from
August 1, 2008, to July 30, 2009. Susceptibility to
12 antimicrobials was determined by the agar dilution
method. Genotypic characteristics of CA-MRSA isolates
were tested by SCCmec typing, spa typing, and multilocus
sequence typing (MLST). Panton-Valentine leukocidin gene
was detected. spa typing analysis of 120 MSSA isolates was
performed, followed by pulsed-ﬁeld gel electrophoresis and
MLST of a selected number of isolates.
Result: Of 1104 cases, 31.8% (351) were community-
acquired S. aureus. The most common lesions caused by
community-acquired S. aureus strains were abscess (33.9%),
paronychia (26.5%), and omphalitis (17.4%), followed by
wound infection (14%), impetigo (4%), furuncles (2%),
congenital deformity infection (1.4%), and carbuncle (0.9%).
CA-MRSA accounted for 4% (14) of S. aureus. Among 14
CA-MRSA and 120 MSSA isolates tested, 100% and 91.7%
were multidrug resistant, respectively. ST59-MRSA-IVa-t437
(42.9%) was the most common form of CA-MRSA. The most
common spa types among MSSA were t084 (8.3%), t091
(5.8%), t034 (5%), t127 (4.2%), t002 (4.2%), and t796 (4.2%).
No predominant spa type was seen. Of the MSSA isolates
that could be classiﬁed into spa-CCs, 15.0% had a genetic
background observed in CA-MRSA clones (spa-CC437, spa-
CC342, and spa-CC377). 71.4% of CA-MRSA and 4.17% of
MSSA isolates harbored pvl.
Conclusion: CA-MRSA infections are not common among
Chinese children with SSTIs. ST59-MRSA-IVa-t437 is
circulating in this community. And MSSA strains have diverse
genetic backgrounds.
OL-050 Clinical and economic impact of
imipenem-resistant Acinetobacter baumannii in
a teaching hospital in China
N. Cui1 *, B. Cao1, Y.-M. Liu1, L.-R. Liang1, L. Gu1,
S.-F. Song1, P. Guo1, Y.-D. Yin1, F. Li1, B.-B. Li1, L.-L. Su1,
C.-X. Yang1, C.-L. Wang1. 1Department of Infectious
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Hospital, Capital Medical University.
Background: The description of imipenem-resistant
Acinetobacter baumannii (IRAB) strains is increasingly more
common, but the impact of this antimicrobial resistance on
clinical and economic outcomes among hospitalized patients
is not very clearly now.
Objective: To investigate the impact of antimicrobial
resistance on clinical and economic outcomes among
hospitalized patients with IRAB infection in a tertiary care
university teaching hospital in China.
Methods: A retrospective matched case control (1:1) study
was performed to compare the differences in clinical and
economic outcomes of patients with IRAB infection and
patients with imipenem-susceptive A. baumannii (ISAB)
infection at a tertiary care university teaching hospital
in China from January 2007 to June 2009. Case patients
were matched to control patients on the basis of sex, age,
severity of underlying diseases, source of infection, duration
of the same period (±3 months) and length of hospital stay
before onset of infection.
Results: One hundred and thirty eight (90.8%) of 152 cases
with IRAB infection were eligible for the study and matched
with appropriate controls. The crude mortality rate for IRAB
infection patients was higher than that for ISAB infection
patients signiﬁcantly (39.1% vs 20.3%; P = 0.001).
For the 72 matched case control pairs had concordant
outcomes, cases and controls had a signiﬁcantly difference
in length of ICU stay (14.5 days vs 0 days; P = 0.05), total
hospital stay (28.5 days vs 23.0 days; P = 0.014), total
hospitalization cost (US$ 13487.2 vs US$ 6933.9; P = 0.001),
and antibiotic therapy cost (US$ 2388.0 vs US$ 1260.6;
P < 0.001) after the onset of infection.
Conclusions: Patients with IRAB infection had a higher
mortality rate and greater medical costs than patients with
ISAB infection.
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TB is a pre-historic disease and it is a signiﬁcant cause
of morbidity and mortality in human and cattle, in many
parts of world. The problem has further exacerbated due to
emergence of increasingly more resistant strains of M. tb
and failure of BCG vaccine.
By keeping in view, DNA vaccination which is more
efﬁcacious and cost effective way to protect against TB,
six M. tb genes (hspx, cfp10, ag85a, ag85b, ag85c and
esat6) were selected and used in this study. The genes
were cloned in pcDNA3.1 Topo (Invitrogen, USA) vector
with Kozak sequences upstream the ATG and ﬁnally ligated
in pND-a mammalian expression vector. The cell line
expression of the conscructs were checked by Western blots
analyses.
All of the M. tb gene constructs in pND gave good
expression under in vitro conditions except esat6 gene. The
endotoxin free pND-M. tb gene constructs were subjected
to eight weeks old female Balb/c mice @ of 50 mg DNA/leg
intramuscularly and 25mg interdermally. The animals were
divided into six groups including positive and negative
control groups. Eight animals were used for hspx-pND
vaccine, eight for cfp10-pND vaccine, two for esat6-pND
vaccine and two for equally mixed (ag85a, b and c)-pND
vaccines. Blood collection was done by tail bleeding and
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cardiac puncture. The antibodies were conﬁrmed by Western
blots and Multiplex Microbead Assay (MMA).
The best humoral response was shown by hspx-pND
vaccinated animals both on Western blots and MMA. Fairly
positive response was obtained in animals vaccinated with
esat6-pND14 and (ag85 a, b and c)-pND vaccines. Whereas
undetectable level of antibodies from cfp10-pND vaccinated
animals were produced.
In general the results of this study are promising but need
more animal studies before the constructs go to clinical
trials.
OL-051 Molecular-genetic analysis of drug-resistant
Mycobacterium tuberculosis strains in
St. Petersburg (Russia)
E. Chernyaeva1 *, N. Pestova1, P. Dobrynin1, N. Matveeva2,
V. Zhemkov2, A. Kozlov1. 1The Biomedical Center,
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Russia
The aims of the study were to evaluate the frequency
of mutations in katG, rpoB, gyrA and gyrB genes for
Mycobacterium tuberculosis (MTB) strains resistant to
isoniazid (INH), rifampin (RIF) and oﬂoxacin (OFL) and to
compare genetic diversity of MTB strains with multiple
drug resistance (MDR), OFL resistance and susceptible to
all antituberculous drugs.
MTB strains isolated in St. Petersburg in 2008 were studied
using DNA-sequencing and spoligotyping methods. 45 INH-
resistant, 37 RIF-resistant strains were analyzed to detect
the frequency of mutations in katG and rpoB genes, and
30 OFL-resistant MTB strains were analyzed to detect the
frequency of mutations in gyrA and gyrB genes. 30 OFL-
resistant strains, 41 MDR-TB strains and 30 MTB strains
susceptible to all drugs were selected in a random way for
spoligotyping.
Mutations in codons 531, 516, 522, 526 of rpoB gene were
identiﬁed in 88% of RIF-resistant strains, 93% INH-resistant
strains had mutation S315T in katG gene. 57% of OFL-
resistant isolates had mutations in QRDR of gyrA gene; there
were no mutations within sequenced region of gyrB gene
among 30 OFL-resistant MTB isolates. Thus 43% of studied
OFL-resistant strains did not have mutations neither within
gyrA gene, nor within gyrB gene.
Spoligotyping showed that majority of studied OFL-resistant
isolates (90%) belonged to Beijing family. Most of MDR-TB
isolates (85%) belonged to Beijing family and only 60% of
susceptible MTB isolates were members of Beijing family.
Detection of mutations in katG and rpoB genes may be
reliable markers for identiﬁcation of INH- and RIF-resistance
of MTB strains, while detection of mutations in QRDR region
of gyrA gene allows to discover at least 50% of OFL-resistant
MTB strains. Low genetic diversity was detected among OFL-
resistant and MDR isolates. MTB strains belonged to Beijing
family possess OFL resistance and MDR signiﬁcantly more
often than other genotypes.
OL-052 Assessment of new immunochromatographic
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for simple, rapid and easy discrimination
between Mycobacterium tuberculosis complex
and nontuberculous mycobacteria in clinical
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M. Kumar2, T.N. Dhole2. 1Department of Pulmonary
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Background: Mycobacterium tuberculosis complex and
nontuberculous mycobacteria (NTM) are differently
clinically and they do not discriminate by direct staining and
traditional biochemical test not only can produce equivocal
results but also take a long time and newer techniques
like High performance Liquid chromatography, Molecular
prospective are more sophisticated method that requires
expensive equipment. We evaluated the clinical usefulness
of the New Immunochromatographic Assay (ICA) by Mouse
Monoclonal anti-MPT64 (SD Bioline TB Ag MPT64 Kit) for
Simple and Rapid Discrimination between Mycobacterium
tuberculosis complex and nontuberculous mycobacteria in
Clinical Isolates.
Methodology: A total of 102 consecutive BACTEC Culture
(BACTEC 12 B vial), which gave positive in BD 460 TB
System (Becton Dickinson, Sparks, MD, USA) from Clinical
Isolates during July 2009 to March 2010. A volume of 100 ul
of BACTEC Media was subjected to SD TB Ag MPT64 Rapid Kit
(Standard Diagnostics) ICA. In brief, this method required
an aliquot of the Media to place in to the ICA well, followed
by 15 min waiting period for binding to occur. Results were
read as positive for Mycobacterium tuberculosis complex by
observing presence of line of precipitation in the control as
well the test pad.
Results: A total of 102 BACTEC Culture positive samples
were tested; the results were 68 (66.7%) positives
(Mycobacterium tuberculosis complex) and 34 (33.3%) were
Negative (Nontuberculous mycobacteria) in the isolates.
The overall performance was excellent, simple, easily
disseminate, rapid and less time consuming.
Conclusion: ICA is simple, rapid detection, less
time consuming and easily discrimination between
Mycobacterium tuberculosis complex and nontuberculous
mycobacteria (NTM) and it will help in early diagnosis and
appropriate management of tuberculosis.
OL-053 Rapid direct detection of Mycobacterium
tuberculosis using Simultaneous Ampliﬁcation
and Testing (SAT)
Y.Z. Wang1, L. Fang2, Y. Hong2 *. 1Chang Zhou Third People’s
Hospital, 2Shanghai Rendu Biotechnology Co., Ltd, China
One of the key aspects of tuberculosis control is
rapid identiﬁcation of infected patients. Simultaneous
Ampliﬁcation and Testing (SAT) is a rapid test method based
on real-time isothermal nucleic acid ampliﬁcation, which
can be used directly on processed clinical specimens.
We compared SAT results for 203 respiratory samples with
the results of the conventional AFB culture method. All
of the non-consistent samples by these two methods were
tested again by real-time PCR.
Of the total 203 samples, 34 were culture and SAT positive,
147 were culture and SAT negative. Of the 3 culture positive
and SAT negative samples, all 3 were PCR negative as well.
Of the 18 culture negative and SAT positive samples, 12
were PCR positive.
The sensitivity and speciﬁcity of SAT with culture and PCR
were 94% and 96%, respectively.
